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153: 497 
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157: 233 
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157: 343 
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154: 409 
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lus venom 156: 65 
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protein kinase platelet 151: 419 
Transcarbamylase 
ornithine regulation liver intestine 
153: 239 
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ase 158: 575 
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glucose phosphate liver microsome 
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Triphosphatase 
nucleoside magnesium nucleotide 
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154: 355 
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: ape phage CPT1 153: 89 
illin 


domain G actin intestine 154: 135 
VIP 
adenylate cyclase intestine polemic 
154: 230 
analog receptor structure activity 


internalization adenocarcinoma 
152: 107 

receptor colon adenocarcinoma 
151: 411 


receptor downregulation colon adeno> 
carcinoma 156: 631 
Virus 
adeno — replication autoantibody 
154: 


alfalfa aie mRNA translation 
regulation 152: 625 
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